Interactive multivariate modelling of 4-amino-2-carboxytetrahydroquinolines as antagonists of the glycine-site directed NMDA receptor-ion channel complex.
Multivariate quantitative conformation-activity relationships of a series of 4-amino-2-carboxytetrahydroquinolines have shown that the biological activity profile (inhibition of (3H)glycine binding to rat cortical membranes and antagonism of depolarizations due to N-methyl-D-aspartic acid (NMDA) in a rat cortical slice preparation) depends on the molar refraction of the substituents, the total energy related to the nitrogen atom and the carbon atom of the -NHCOR1 bridge of the lead molecule (Figure 1), and the 1.4 nonvalency energy. Diagnostic statistics shows that the model assumptions are approximately satisfied.